In this paper, we present the draft sequences of 18 genetically diverse Pseudomonas strains isolated from kiwifruit plants in New Zealand and overseas, including a number that are currently not fully characterized. These sequences will aid in the diagnosis of Pseudomonas on kiwifruit for future pest management and border security decision-making.
recently emerged, highly virulent haplotype of Pseudomonas syringae pv. actinidiae biovar 3 causes severe stem cankers on kiwifruit (Actinidia spp.) associated with die-back of canes (1) . Less virulent or nonpathogenic pseudomonads also exist on this host (S. B. Visnovsky, unpublished data), yet an understanding of Pseudomonas diversity and how it may impact disease outbreaks on kiwifruit remains unknown. We announce the draft genome sequences of 18 Pseudomonas strains isolated from kiwifruit plants, including isolates of P. syringae, P. viridiflava, P. marginalis, P. fluorescens, P. putida, and pseudomonads that are currently unassigned to a species (Pseudomonas sp. Thus, the genome sequences of these 18 kiwifruit isolates will provide an opportunity for their reclassification and enable a better understanding of the genetic diversity of pseudomonads on kiwifruit in New Zealand and overseas. Greater understanding of their genetic diversity is important for future pest management, risk assessment of exotic organisms, and decision-making at the New Zealand border. Pure cultures of Pseudomonas strains were incubated overnight in Luria broth (LB) medium at 28°C. Genomic DNA was then isolated from each culture using a DNeasy Blood and Tissue kit (Qiagen) and each DNA sample was used to generate Illumina HiSeq 2000 100-bp paired-end reads (Centre for the Analysis of Genome Evolution and Function, University of Toronto, Canada). The quality of the sequence reads was checked using FastQC (Baraham Bioinformatics, United Kingdom) and low-quality reads (score of Ͻ Q30) were trimmed using Fastq-Mcf (https: //code.google.com/archive/p/ea-utils/). A de novo assembly was then performed with the edited sequence reads using SOAPdenovo v4.1 (2) to generate draft genome sequences for the 18 strains of Pseudomonas with coverage of~80ϫ. Coding sequences for each isolate were annotated using the PGAAP annotation pipeline (http: //www.ncbi.nlm.nih.gov/genome/annotation_prok/). A detailed phylogenetic and taxonomic study of these and previously published draft Pseudomonas sequences published in GenBank will follow.
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession numbers listed in Table 1 . The version described in this paper the first version.
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